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NUMBER OF SEQUENCES 
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7' MTV: Eos toil 
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(E) ('SlTuRY : USA 
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20 

V COMPUTER READABLE FORM: 

: A > MEDIUM TVPE: Floppy disk 

{ B ) COMPUTER: IBM PC compatible 

(C) OPERATING SYSTEM: PC-DOS/MS DOS 

2a Ti SOFTWARE: Patentln Release ~1.0, Version 

C'i) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: 

(B) FILING DATE : 

30 (C) CLASSIFICATION: 

(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: 09/030,579 

(B) FILING DATE: 2-FEB-1998 



t --^ r- 



AT T O R N E V / AGENT I N FO RMAT I ON : 

(A) NAT-IE: Kara, Catherine U. 

(B) REGISTRATION NUMBER: 41,106 

(C) REFERENCE / DOCKET NUMBER: HUI-OS^CP 

TELECOMMUNICATION INFORMATION : 

(A) TELEPHONE: (617)227-7400 

(B) TELEFAX : (617)742-42 1.4 



INFORMATION FOR SEQ ID NC : 1 



(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1203 base pair 
50 (B) TVPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



l i l MOLECULE TYPE: cDNA 



; ix) 



FEATURE 



* * 1 



10 



•t ^ 



1 ; 



I - v.. / \ 



-^-^ -..7 



Leu Ala Met. GIu Tvr Vai Asn Asr Phe A: 



20 



1 1 



Lvs Ays Glu Pro Val G H; Tl 

3 5 



ir Asp Arg lie lie Ser Gin Cys Gly A> . u 
^ 0 4 5 



CTC ATC GCC GGG GGC TCG CTG 



^1 



Leu lie Ala Gly Gly Ser Leu Ser Ser Thr Pro Met S 



er Thr Pro Cvs 



b n 



30 



AGC TCG GTG GGC GGG TCC GCC AGC TTC TCG GGG GCC AGC GCG GGC 
24 0 

Ser Ser Val Pro Pro Ser Pro Ser Phe Ser Ala Pro Ser Pro Gl- c 
6 5 ■; o 



r -1 

V- V.J 



7 b 



y ser 

8 0 



CGA GGC GAA CAG AAG GCG CAC CTG GAA GAC TAC TAG TGG ATG ACC GGC 
08 8 

Arg Gly Glu Gin Lys Ala His Leu Glu Asp Tyr Tyr Trp Met Thr Gly 



8 5 



90 



95 



40 



TAC CCG CAG CAG CTG AAC CCC GAG GCG CTG GGC TTC AGC CCC GAG GAC 
336 

Tyr Pro Gin Gin Leu Asn Pro Glu Ala Leu Glv Phe 



100 



105 



er Pro Glu Asp 
110 



45 



v- nil rtLj^. MOj^ 1..mL >ib 



Ov_.v_j u I C GmG GCG CT 
}84 

Ala Val Glu Ala Leu lie Ser Asn Ser His Gin Leu Arg 
115 1-0 125 



CTC CGG GGC GGC TTC 



50 



TAT 



\J ^ o 



:GC GGG GCG CAG CAG CTA GCC GCG GCG CP 



v j A i 
4 32 

Asp Gly Tyr Ala Arg Gly Ala Gin Glr 



O LA.TO OL^\ 



130 



135 



n Leu Ala Ala Ala Ala Gly Ala 
14 u 



14 5 



'C TCC TTG GGC GGC AGC GG^ ^-'^ ^ ^ 



C GAG GAG ATG GGC CCC GCC 



GGT GCC GGC GO 
4 80 

Gly Ala Gly Ala Ser Leu Gly Gly Ser Gly Glu Glu Met Gly Pro Ala 

1 r > 0 15 5 160 



- 5.^ - 



0 



20 



■ 0 



40 



45 



50 



L v. v V.7 .-Vv_0 'vA 0 GC'vJ '.. v....... '..jl.jL v.J 1 -. * A v.7 o : oC GCG G 0 A 



' T ' , 
. ■ 3 



a i: ■ ; . v .--..a .--..a J . v y.-: A. a A 1 . i AA* 



3 '...tlc* ggt ggc gct gglj ggc vi ggc ggc ; jgt ggc 



^ -j i y v.7 ^ y a w i '.' G i v .* . a G - v ■■ A \ ' A v G 1 v • ] " A I .1 S 



2 10 .j±b 



AGG GGC GGC GGC GGG GGC GGG GGG GGC GGA GGC GGG AAG GGG GAG GGG 

-y 1 y ^ V Cly - : y Oly Gly Giy Gly Oly Gly Gly Gly Gly a: a Ala 

- - j ~ ? 0 

GGG GGC CTG GAG CCG CAC CAC GGC GCC GGC GGC CTG CAC TTC GAG GAC 

Gly Ala leu His Pro His His Ala Ala Gly Gly Leu H:s Phe Asp Aso 

245 250 255 

CGC TTC TCC GAC GAG CAG CTG GTG ACC ATG TCT GTG GGC GAC TGG AAC 
8 16 

Arg Phe Ser Asp Glu Gin Leu '/a 1 Thr Mot. Ser Val Aig Asp Trp Asn 

260 265 270 

CGG CAG CTG CGC GGG GTC AGC AAA GAG GAG GTG ATC CGG CTG AAG CAG 
864 

Arg Gin Leu Arg Gly Val Ser Lys Glu Glu Val lie Arg Leu Lys Gin 



'5 2 8 0 2 8 5 

AAG AGG CGG ACC CTG AAA AAC CGC GGC TAT GCC AAG TCC TGC CGC TTC 
•i 1 2 

Lys Arg Arg Thr Leu Lys Asn Arg Gly Tyr Ala Lys Ser Cys Arg Phe 



90 2 95 



AAG AGG GTG CAG CAG AGA CAC GTC CTG GAG TCG GAG AAG AAC CAG CTG 

9 6 0 

Lys Arg Val Gin Gin Arg His Val Leu Glu Ser Glu Lys .Asn Gin Leu 

3 °5 3 10 315 32 0 

CTG CAG CAA GTC GAC CAC CTC AAG CAG GAG ATC TCC AGG CTG GTG CGC 

L 008 

n Gin Val Asp His Leu Lys Gin Glu lie Ser Arg Leu Val Arg 

3 2 5 3 3 0 3 3 5 



GAG AGG GAC GCG TAC AAG GAG AAA TAG GAG AAG TTG GTG AGC AGC GGC 

10 56 



- 54 - 



# 



^ 1 r 



1 , , 



T *^ 1 <u-, > 



1 . a i 



. J .*■ ' V J . 



J S\:..lK.. /V-JV 



^60 



cc :.:;ag ttt 



0 



V.. f-\ C. 1 V.... 'v 3 V. 



*v. i V '. I 1 K.J Ij vir. ^ .-Vv_ 



P::e He Thr Glu Pro Th 

r. 7 o 



i" arg Lys 

5 



3 -7 t 



T ^ rc - Leu Glu Pro Ser 

380 



15 



TT TGG A AG GCC CAG GAT CGT GTA CTT ACC ACT GTG TTC AG A AAA 



r p Lys Pi: o G 1 n H i s Arg Val P e u T h r 

3 9 0 j 9 5 



al Phe Thr Lvs 

4 00 



20 



1 VJ,". 



1 2 u } 



INFORMATION FOR SEQ ID NO : 2 



30 



i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 400 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 



UD MOLECULE TYPE: protein 



s^QUENXh, DESCRIPTION: SEQ ID NO : 2 : 

Met Ala Ser Glu Leu Ala Met Ser Asn Ser Asp Leu Pro Thr Ser Pro 
1 5 10 15 



Leu Ala Met Glu Tyr Val Asn Asp Phe Asp Leu Met Lvs Phe Glu Val 

40 20 



25 



30 



45 



L G' S L V^ Glu Pro Val Glu Thr Asp Arg He He Ser Gin Cvs Glv 



Arg 



35 



40 



4 5 



,eu lie Ala Gly Gly Ser Leu Ser Ser Thr Pro Met Ser Thr Pro Cys 

50 55 60 



Ser Ser Val Pro Pro Ser Pro Ser Phe Ser Ala P: 



6 5 



■o Ser Pro Gly Ser 
70 75 80 



Arg Gly Glu Gin Lys Ala His Leu Glu Asp Tyr Tyr Trp Met Thr Gly 

85 90 95 



Tyr Pro Gin Gin Leu Asn Pro Glu Ala Leu Gly Phe Ser Pro Glu As 
55 100 105 



P 



110 



Ala Val Glu Ala Leu lie Se 



r A: 



■n Ser His Gin Leu Arg Gly Gly Phe 



a Oly Pro His Tyr His His His His His His A 



I a Gl v H is Hi s 



80 



: 30 



H is His Pro Th r 

I 9 5 



Ala 



Glv 



Al 



a Pro Gly Ala 

2 00 



Ala 



1 T 



s e i 



n 



Ala Ala 



a 



■e r 



A 1 a 
010 



lv Gl 



Ala 



Gly Gly Ala Gl 
215 



jIv Glv 



220 



Pr 



a 



c 



0 • i Val 



Gly Gly Gly Gly 
2 2 5 

Glv Ala Leu His 



Arg Phe Ser Asp 

260 

Arg Gin Leu Arg 
2 7 5 

Lys Arg Arg Thr 
2 9 0 

Lys Arg Val Gin 

305 

Leu Gin Gin Val 



Glu Arg Asp Ala 

34 0 

Phe Arg Glu Asn 
355 

Phe lie Thr Glu 
370 

Thr Phe Trp Lys 

38 5 



Gly Gly Gly Gly 
2 30 

Pro His His Ala 
24 5 

Glu Gin Leu Val 



Gly Val Ser Lys 

280 

Leu Lys Asn Arg 
2 95 

Gin Arg His Val 
310 

Asp His Leu Lys 
325 

Tyr Lys Glu Lys 



Gly Ser Ser Ser 

360 

Pro Thr Arg Lys 
375 

Pro Gin His Arg 

3 90 



Gly Gly Gly Gly 
2 3 5 

Ala Gly Gly Leu 
250 

Thr Met Ser Val 
265 

Glu Glu Val lie 



Gly Tyr Ala Lys 

300 

Leu Glu Ser Glu 
3 15 

Gin Glu lie Ser 
330 

Tyr Glu Lys Leu 
34 5 

Asp Asn Pro Ser 



Leu Glu Pro Ser 

380 

Val Leu Thr Ser 

395 



Gly Gly Ala Ala 

24 0 

His Phe Asp Asp 
2 55 

Arg Asp Trp Asn 
2 70 

Arg Leu Lys Gin 
285 

Ser Cys Arg Phe 



Lys Asn Gin Leu 

320 

Arg Leu Val Arg 
335 

Val Ser Ser Gly 
350 

Ser Pro Glu Phe 
36 5 

Val Gly Tyr Ala 



Val Phe Thr Lys 

400 



